Cockroaches harbor the obligate flavobacterial endosymbiont Blattabacterium sp., which resides within the host's bacteriocytes and can recycle ammonia and urea nitrogenous wastes into amino acids for the host. We report the complete genome sequence of the Blattabacterium sp. associated with the giant roach Blaberus giganteus.
strain BGIGA has a 629,165-bp chromosome and a 3,423-bp plasmid. The GϩC contents of the chromosome and plasmid are 25.7% and 30.9%, respectively. Over 95% of the BGIGA chromosome consists of open reading frames; there are 573 protein-coding genes and 38 RNA-coding genes, including tRNAs specifying all amino acids and a single complete rRNA operon. The BGIGA genome functionally overlaps with other completely sequenced Blattabacterium genomes in that it is capable of reclaiming nitrogen from urea and ammonia and produces all of the essential amino acids as well as various cofactors. Thus, these data provide further evidence that the general functional role of this endosymbiont as a nutrient provider is ubiquitous among cockroaches.
Nucleotide sequence accession numbers. The complete chromosome and plasmid sequences have been deposited in the NCBI GenBank database under accession numbers CP003535 and CP003536, respectively.
